Supplemental methods

Testing statistical significance
To evaluate the statistical significance of our model comparisons, we employed a data permutation procedure. A model consists of three parts: the rule defining the set and weighting of neighbours, the offset or no offset, and the number of neighbours (see table 1 in the main text). The permutation test calculated the absolute mean * = of the difference = ! − ! for each prediction between a pair of models ! and ! . We then created permuted datasets by shuffling predictions between the models (i.e. randomly assigning each prediction to one of two sets) and calculating the same absolute mean difference ! * , where r indicates that the difference is generated for the randomized sets.
We repeated this process 1000 times for each pair of models, calculating the P value as the probability that the observed difference between sets of model predictions, * , was larger than the difference when the sets were randomized. The dendrograms were generated using the neighbour-joining method implemented in the hclust function in R, and applied to the matrix of pairwise mean difference in prediction errors. Thus, models with a similar accuracy are plotted closer together. We then reported the P values for every branch in this tree, where a significant P value represents a case where all models on the lefthand branch are significantly different from all models on the right-hand branch. Figure 
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